Multidrug-resistant Serratia marcescens strains cause serious nosocomial infections in humans. Here, we present the annotated genome sequence of S. marcescens podophage Pila. Similar to its closest relative, Enterobacteria phage T7, Pila has a 38,678-bp genome, predicted to encode 51 protein-coding genes, and contains 148-bp direct terminal repeats.
to be 148-bp direct terminal repeats, typical for T7-like phages (19) , which is where the Pila genome was reopened. More than 40 Pila proteins have significant similarity to those of two Yersinia phages, YpP-R and YpsP-G (GenBank accession no. JQ965701 and JQ965703, respectively).
Data availability. The genome sequence and associated data for phage Pila were deposited under GenBank accession no. MN098329, BioProject accession no. PRJNA222858, SRA accession no. SRR8892142, and BioSample accession no. SAMN11408657.
ACKNOWLEDGMENTS
This work was supported by funding from the National Science Foundation (grant DBI-1565146). Additional support came from the CPT, an Initial University Multidisciplinary Research Initiative supported by Texas A&M University and Texas AgriLife, and from the Texas A&M University Department of Biochemistry and Biophysics.
We are grateful for the advice and support of the CPT staff. This announcement was prepared in partial fulfillment of the requirements for BICH464 Bacteriophage Genomics, an undergraduate course at Texas A&M University.
